ABSTRACT Mycobacterium chimaera is a nontuberculous mycobacterium species commonly found in the environment. Here, we report the first complete genome sequence of a strain from the investigation of invasive infections following open-heart surgeries that used contaminated LivaNova Sorin Stockert 3T heater-cooler devices.
SNPs compared to MCIMRL6. Comparison of gene content between the five M. chimaera genomes revealed a core gene set of 4,726 genes (83.9% of the 2015-22-71 genome [18] ). The comparison of CDC2015-22-71 against all previously identified M. chimaera genomes resulted in average nucleotide identity values greater than or equal to 98.70%, which are greater than the 95 to 96% cutoff for species boundaries (19) .
This M. chimaera genome assembly is the first complete NTM genome associated with an outbreak and will serve as a reference for epidemiological investigations of North American-based HCU contamination and postsurgical M. chimaera infections. 
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